ABSTRACT We present the complete genomic RNA sequences of seven isolates of Peanut stunt virus discovered in diseased legume plants in various regions in Japan. These sequences and the published viral sequences were compared with respect to nucleotide percentages. Their phylogenetic analysis showed that all the isolates belong to subgroup IA.
(ER; subgroup IA, P; subgroup IB, Ag; subgroup IC, W; subgroup II, Mi; subgroup III, and Rp; subgroup IV) are listed in Table 1 . Phylogenetic trees of PSV RNAs 1, 2, and 3 were generated with MEGA7 software using the neighbor-joining methods. The seven isolates clustered in subgroup IA with statistical significance for tree branching were assessed for 100%, 99%, and 79% of RNAs 1, 2, and 3, respectively, by performing 1,000 bootstrap replications. These results indicated that the seven isolates and the other Japanese strains, J and J2, belong to subgroup IA.
Data availability. The GenBank accession numbers for these viruses are listed in Table 1 .
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